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Results: The NA gene was successfully expressed in Sf9
insect cell. The recombinant his-NA protein was expressed
in the insect cells with a relative molecular mass of 52 kDa.
Western blotting demonstrated that the recombinant his-
NA could be recognized and bound by anti-his monoclonal
antibody and the convalescent sera of patients who have
recovered from S-OIV infection.
Conclusion: Our results indicated that the recombinant
neuraminidase with a post-translation modiﬁcation was
successfully expressed obtained in insect cells, which
might provide a potential resource for further study of
its biological function.
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Background: To understand the distribution of pathogens
in ICU patients with serious H1N1 inﬂuenza A infection at
lower respiratory tract and bacteria resistant analysis, in
order to ﬁnd better way for prevention from its infection.
Methods: Bacteriological analysis of sputum was done from
patients with serious H1N1 inﬂuenza A at our ICU from
Oct. 2009 to Jan. 2010 using BD100 Microbial Identiﬁcation
Analyzer.
Result: 37 out of 50 cases with serious H1NI inﬂuenza A were
suffered from lower respiratory tract bacterial infection.
Infection rate was 74%. 15 cases died, mortality rate
was 30% (15/50). 58 pathogenic strains were isolated
from sputum of 50 patients. First of ranking was
G( ) bacillus with 26 strains (44.8%), followed by fungi
16 (27.6%), then G(+) coccus 12 (20.7%), G( ) coccus
4 (6.9%). The top four in order among G( ) bacillus were
Acinetobacter baumannii [9 strains, accounted for 34.6% in
G( )], Stenotrophomonas maltophilia (4, 15.4%), Klebsiella
(4, 15.4%) and Escherichia coli (2, 7.7%). Most fungi
detected were Candida albicans (12 strains, 75%), followed
by Aspergillus fumigatus (4, 25%). Enterococcus ranked
ﬁrst, followed by Staphylococcus. There were 4 Moraxella
catarrhalis of G( ) cocci. 1 out of 3 Staphylococcus was
MRSA. 9 strains Acinetobacter baumannii were all pan-
resistant. 1 out of 4 Klebsiella produced ESBL (+). 1 out of 2
Escherichia coli produced ESBL (+). Susceptibility test
indicated that all Acinetobacter baumannii were sensitive
only to polymyxin; Stenotrophomonas maltophilia only
sensitive to levoﬂoxacin and sulfamethoxazole; Moraxella
catarrhalis sensitive only to Tulathromycin.
Conclusion: Lower respiratory tract infections in ICU
patients with serious H1NI inﬂuenza A were caught mainly
by Acinetobacter baumannii, Candida albicans, Moraxella
catarrhalis respectively. Therefore, strengthening health
care hand hygiene and enhancing standard protection, using
antibiotics rationally, doing correct clinical work for ICU
patients in preventing and controlling lower respiratory
tract infection is all extremely important.
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Objectives: Inﬂuenza circulates year-round in tropical
Singapore. However, the burden of inﬂuenza remains under-
appreciated. We aim to identify risk factors associated with
severe inﬂuenza in patients admitted to a 1,200-bedded
adult tertiary-care hospital.
Methods: Patients with respiratory samples tested positive
for inﬂuenza, via polymerase chain reaction (PCR), within 48
hours of hospitalisation, were included in the study. Socio-
demographic, clinical, and laboratory data were collected
via retrospective case review.
Results: From January to December 2008, 205 patients had
a positive inﬂuenza PCR test. Of these, 37 (18%) had severe
inﬂuenza (admission to an intensive care unit or death).
On univariate analysis, age 65 years (Odds ratio[OR] 2.2,
95% Conﬁdence Interval[CI] 1.0 5.1), presence of a pre-
existing medical condition (OR 1.9, 95%CI 0.8 5.5), and
clinical features of altered mentation (OR 17.1, 95%CI
6.5 45.0), hypotension (systolic blood pressure <90 mmHg)
(OR 2.8, 95%CI 1.0 7.8), tachycardia (pulse rate >100/min)
(OR 3.4, 95%CI 1.4 9.0), and poor oxygen saturation <90%
(OR 11.3, 95%CI 2.8 53.7) at presentation to hospital, were
signiﬁcantly associated with severe inﬂuenza. However,
patients with severe illness were less likely to present with
fever (OR 0.1, 95%CI 0.1 0.3), and respiratory symptoms
(OR 0.1, 95%CI 0 0.2) than those without. On multivariate
analysis, a medical history of hypertension (OR 3.0, 95%CI
1.4 6.4), myocardial infarction (OR 3.5, 95%CI 1.2 9.7),
and malignant solid tumour (OR 3.8, 95%CI 1.1 13.0),
and an altered mentation (OR 14.8, 95%CI 5.1 42.9) were
independent risk factors for severe inﬂuenza.
Conclusion: Patients with hypertension, myocardial
infarction, malignant solid tumour, and those who presented
with an altered mentation, were at increased risk of severe
inﬂuenza. Inﬂuenza vaccination is strongly encouraged in
patients with such underlying medical conditions. Patients
with altered mentation should also be closely monitored for
severe illness.
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Background: Inﬂuenza viruses continue to pose a severe
threat worldwide, causing thousands of deaths and
enormous socio-economic loss. The major problem in
ﬁghting inﬂuenza virus is the high genetic variability
which allows the virus to infect new host species and
quickly overcome protective immunity. Vaccination with
viral epitope, conserved in all the types and sub-types of
inﬂuenza A virus, may counter the virus infection.
Methods: The study was carried out in which the protein
transduction domain (PTD) of Tat protein of human
immunodeﬁciency virus (HIV) was fused to the epitopic
segment of the matrix gene of inﬂuenza A virus as the
PTD domain is known to deliver the peptides 10 kDa
into the eukaryotic cells without the assistance of any
external agent. The fused oligo was cloned in pSecTag2A and
expressed in MDCK cell line. The fusion protein was isolated,
puriﬁed and expressed on antigen presenting cells (APCs) to
generate immune response against the virus infected cells.
Results: We have shown that the APCs expressing the
fusion protein generated the cytotoxic T lymphocytes (CTLs)
when co-incubated with the cultured naive T cells. When
the sensitized APCs were given intra-peritoneally (i.p.) in
Balb/c mouse and further instilled with inﬂuenza A virus
[A/PR/8/34 (H1N1)], reduced viral plaque count in lung
tissues was observed. The real time RT PCR assay also
